À , comprises one salbutamol cation and an acrylate anion. The acrylate anion is linked to the salbutamol cation via an O-HÁ Á ÁO and an N-HÁ Á ÁO hydrogen bond. The C C group of the acrylate anion is disordered over two positions, with refined site occupancies of 0.812 (7) and 0.188 (7). The crystal structure is stabilized by N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen-bonding interactions.
The title salt, C 13 H 22 NO 3 + ÁC 3 H 3 O 2 À , comprises one salbutamol cation and an acrylate anion. The acrylate anion is linked to the salbutamol cation via an O-HÁ Á ÁO and an N-HÁ Á ÁO hydrogen bond. The C C group of the acrylate anion is disordered over two positions, with refined site occupancies of 0.812 (7) and 0.188 (7). The crystal structure is stabilized by N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen-bonding interactions.
Structure description
Salbutamol is known as a short-action selective 2-adrenergic receptor agonist for the treatment of pulmonary diseases (Saleh et al., 2000) . However, due to its low dissolution in water, salbutamol is usually transformed into its salt form with some acids to improve its solubility. The title compound is a novel salt of salbutamol.
The asymmetric unit of the title compound is shown in Fig. 1 . The compound comprises a protonated salbutamol cation and a deprotonated acrylic acid anion which are linked via an O-HÁ Á ÁO and an N-HÁ Á ÁO hydrogen bond, forming an R 2 2 (9) motif (Table 1 and Fig. 1 ). In the crystal, cations and anions are linked by O-HÁ Á Á(O,N) hydrogen bonds, forming a three-dimensional network (Fig. 2 ).
Synthesis and crystallization
Salbutamol (0.479 g, 2 mmol) was reacted with acrylic acid (0.144 g, 2 mmol) in 10 ml methanol. The mixture was stirred and the methanol was evaporated at room temperature, yielding salbutamol acrylate. After recrystallization of the raw product from ethanol, the crystals were dissolved in ethanol and the solution was filtered. Finally, the solvent was evaporated slowly and single crystals suitable for the diffraction experiment were obtained. Computer programs: APEX2 (Bruker, 2015) , SAINT (Bruker, 2015) , SHELXT (Sheldrick, 2015a), SHELXL2014 (Sheldrick, 2015b) and OLEX2 (Dolomanov et al., 2009) . Table 1 Hydrogen-bond geometry (Å , ). 
Figure 1
Perspective view of the cation and anion of the title compound, showing the atom labelling. Displacement ellipsoids are drawn at the 50% probability level. The minor-occupied sites of the disordered atoms are not shown. Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
data-2

